of the proteins encoded by the 975 genes connected to the 674 sentinel single nucleotide polymorphisms (SNPs) associated with complete blood count (CBC) measured platelet traits identified by our genome-wide association study (GWAS). The significance of gene expression differences between genes connected to different numbers of TE, SE constituents or TE and SE constituents as shown in Fig. 2c and Supplementary Fig. 7a -c was tested. low intensity 4.48E-01 All P values are based on a permutation test involving 999,999 simulated data sets of locations of significantly associated GWAS variants. The first two columns describe the enhancer for which an enrichment of variants is being assessed. The third and the fourth columns identify the reference enhancer against which the relative enrichment in platelet variants versus red cell variants was estimated. The first six rows describe comparisons of enhancers belonging to different cell types. The last three rows contrast super and low intensity enhancers for the same cell type. The measurements for each clotting phenotype and prothrombotic surface were adjusted for sex by linear regression and quantile normalized. Association of each phenotype with allelic score for each single nucleotide variant was then assessed using a likelihood ratio test under a linear regression model. 
Supplementary

List of Supplementary Data
Supplementary Data 1 Megakaryocyte and erythroblast open chromatin dynamics Numbers of megakaryocyte (MK) ATAC-seq peaks (sheet "MK") and erythroblast (EB) DNase-seq peaks (sheet "EB") shown in the different categories of Fig. 1a and Supplementary Fig. 2 , respectively.
